Here, we report the draft genome sequences of two methicillin-resistant Staphylococcus aureus (MRSA) clinical isolates, hospital-associated perirectal isolate 32S (ST 239) from a colitis tracheostomy patient and community-associated MRSA isolate 42S (ST 772) from a hepatic-splenomegaly patient in Rawalpindi, Pakistan.
taphylococcus aureus is one of the leading human pathogens that causes a broad variety of infections, ranging from minor skin infections to life-threatening conditions, such as endocarditis, pneumonia, toxic shock syndrome, and bloodstream infections (1-3). Molecular characterization of the virulence and antimicrobial resistance gene profiles and the draft genome sequences of methicillin-resistant S. aureus (MRSA) isolates will enhance the understanding of their evolution and aid in rapid diagnosis, detection, and development of better therapeutic intervention strategies. The isolates described here were highly resistant to oxacillin (MIC, 512 mg/L) and ciprofloxacin (MIC, Ͼ256 mg/L), and also exhibited resistance to ampicillin, tetracycline, penicillin, erythromycin, gentamicin, and kanamycin. Sequence analysis of the quinolone resistance determinant region of the target gene gyrA indicated a double point mutation (S84L and G106D) in 32S and a single point mutation in 42S (S84L). The grlA gene exhibited E84G mutation in 32S and S80Y in 42S. RT-qPCR analysis of the efflux pump genes, norA, norB, norC, and mdeA, indicated an increased efflux pump expression in these isolates (4 The genomic DNAs from S. aureus were extracted using a Master Pure Gram-positive DNA purification kit (Epicentre Biotechnologies). The library was prepared using a TruSeq DNA library preparation kit (Illumina) and the TruSeq paired-end cluster kit was used for the DNA preparation and cluster generation. The Illumina HiSeq 2500 system was used for sequencing. CLC Genomics Workbench 6.5.1 (Qiagen) was used for the de novo assembly of high-quality 100 bp paired-end reads and further genome annotation was performed using an annotation method GeneMarkSϩ in the NCBI Prokaryotic Genome Annotation Pipeline (6) .
The draft genome sequence of S. aureus 32S is 2,943,897 bp in length which is distributed in 118 contigs (average coverage, 20.0ϫ) with 3,082 genes, 2,912 CDs, 110 pseudo genes, 37 frameshifted genes, 3 rRNAs (5S,16S, 23S), and 56 tRNAs. The draft genome sequence of S. aureus 42S has 32.7% GϩC content, is 2,766,469 bp in length which is distributed in 86 contigs (average coverage, 50ϫ) with 2,816 genes, 35 frame-shifted genes, 63 pseudo genes, 2,692 CDs, 6 rRNAs (5S,16S, 23S), and 55 tRNAs.
Nucleotide sequence accession numbers. This whole-genome shotgun project was deposited at DDBJ/EMBL/GenBank under the accession numbers JTJX00000000 and JTFJ00000000 for 32S and 42S, respectively. The versions described in this paper are versions JTJX02000000 and JTFJ01000000.
